The following package with Matlab functions allows watching the energy distribution in protein sequences, therefore you can choose certain domain/motif in proteins and observe if particular energies outstand from the domain/motif. These domains/motifs
with high energy distribution correlate to a specific frequency.
The default example of the package is shown and each variable is explained. Graph of the energy distribution in a protein
Input variables
Seq: It is a column vector that selects the sequences of proteins that you want to analyze.
In order to select the sequences of proteins without any problems, they must comply with the following:
 It must be as an only one sequence in fasta format with ".fasta" extension  Each .fasta file must be stored in the folder "Signals".  The sequence name that you type in "Seq" must correspond with the name of the file ".fasta".
Domain:
It is a structure that stores vectors, which correspond to the domain/motifs of each sequence protein entered in "Seq".
 The times you use the variable Domain must correspond to the number of sequence in "Seq"
 The numbers in "Domain" correspond to the interval (beginning and end) of the motifs in the primary sequence in a protein. Threshold: it is a constant that indicates the level of "energy" that you want to detect. This constant must be in the range of [0,1]; this operation is exemplified below:
